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Hepatocytes In Vitro by Regulating Genes Expression
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Abstract: (1) Background: the current research was conducted to investigate the potential non-
antioxidant roles of vitamin E in the protection of hepatocysts from oxidative damage. (2) Methods:
primary sheep hepatocytes were cultured and exposed to 200, 400, 600, or 800 pmol/L hydrogen
peroxide, while their viability was assessed using a CCK-8 kit. Then, cells were treated with
400 umol/L hydrogen peroxide following a pretreatment with 50, 100, 200, 400, and 800 umol/L
vitamin E and their intracellular ROS levels were determined by means of the DCF-DA assay.
RNA-seq, verified by qRT-PCR, was conducted thereafter: non-treated control (C1); cells treated with
400 pumol/L hydrogen peroxide (C2); and C2 plus a pretreatment with 100 umol/L vitamin E (T1).
(3) Results: the 200-800 umol/L hydrogen peroxide caused significant cell death, while 50, 100, and
200 umol/L vitamin E pretreatment significantly improved the survival rate of hepatocytes. ROS
content in the cells pretreated with vitamin E was significantly lower than that in the control group
and hydrogen-peroxide-treated group, especially in those pretreated with 100 pmol/L vitamin E.
The differentially expressed genes (DEGs) concerning cell death involved in apoptosis (RIPK1, TLR?,
CASPS, and CASP8AP?2), pyroptosis (NLRP3, IL-18, and IRAK2), and ferroptosis (TFRC and PTGS2).
The abundances of IL-18, IRAK2, NLRP3, CASP8, CASP8AP2, RIPK1, and TLR7 were significantly
increased in the C1 group and decreased in T1 group, while TFRC and PTGS2 were increased in
T1 group. (4) Conclusions: oxidative stress induced by hydrogen peroxide caused cellular damage
and death in sheep hepatocytes. Pretreatment with vitamin E effectively reduced intracellular ROS
levels and protected the hepatocytes from cell death by regulating gene expression associated with
apoptosis (RIPK1, TLR7, CASP8, and CASP8AP2) and pyroptosis (NLRP3, IL-18, and IRAK2), but not
ferroptosis (TFRC and PTGS2).

Keywords: vitamin E; oxidative stress; non-antioxidation; apoptosis; pyroptosis; ferroptosis

1. Introduction

Vitamin E was first described as a compound that was essential for the reproduction
of rats [1] and was widely recognized as a lipid-soluble, chain-breaking antioxidant that
prevents the cyclic propagation of lipid peroxidation [2,3]. It is now generally accepted that
vitamin E, as a potent antioxidant, protects the organism against oxidative stress via the
inhibition of propagation of reactive oxygen species (ROS) reactions. By means of its antiox-
idant properties, vitamin E is able to mitigate the harmful effects of oxidative stress on the
male reproductive organ as well as spermatogenesis [4]. In addition, high levels of dietary
vitamin E supplementation could significantly increase the expression (both at the mRNA
and protein levels) of oxidative enzyme-related genes, such as Glutathione peroxidase 3
and Glutathione S-transferase alpha 1, through its non-antioxidant properties [5].
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While it is well-known that vitamin E eliminates the harmful effects of oxidative
stress, few studies have focused on its potential non-antioxidant function in cell protection
systematically. Our results also suggested that vitamin E increases the expression of
genes in the testes through its non-antioxidant properties. The addition of vitamin E to
the diet could modify the expression of the reproductive hormone-related genes GATA-4
and STAR in the testes of prepubertal sheep [6], and affected the level of cell growth-,
cell differentiation-, and skeletal system-related transcripts in the testis [7,8]. Vitamin E
deficiency could disrupt gene expression networks during Zebrafish development. Vitamin
E deficient embryos experienced overall disruption to gene expression associated with
gene transcription, carbohydrate and energy metabolism, intracellular signaling, and the
formation of embryonic structures [9].

The liver is one of the most important organs in the body, where not only various
metabolic processes (e.g., energy, lipid, ferric acid, uric acid metabolism) take place, but
it also plays a central role in the detoxification of certain food-derived compounds and
noxious substances [10]. The multiple physiological functions of this organ are mainly
ensured by hepatocytes, which constitute more than 80% of the cells of the liver. As the
center of metabolic function, hepatocytes have an enormous potential for generating ROS:
anoxia, alcohol, liver disease, viruses, even nutritional imbalance can all lead to oxidative
stress. The widespread notion about oxidative stress is that an excessive production of
pro-oxidants or the exhaustion of the cellular anti-oxidant defense mechanism can lead to
the oxidative damage of proteins, nucleic acids, carbohydrates, and lipids, and radical ROS
is generally thought to play a major role in the process. High levels of ROS can lead to the
impairment of cell structure, loss of function of biomolecules, and even cell death, all of
which are associated with various liver diseases [11]. It was also reported that ROS may
directly or indirectly participate in the initiation of apoptotic or necrotic cell death [12].

A key question is whether vitamin E can decrease hepatocyte mortality by affecting
hepatic genes expression once cells are exposed to ROS. Thus, the aim of this study was to
systematically analyze the non-antioxidant-related protective effects and the mechanism of
vitamin E on sheep primary hepatocytes exposed to oxidative damage.

2. Results
2.1. Vitamin E Inhibits HyO,-Induced Cell Death in Primary Sheep Hepatocytes

To investigate the effect of H,O, on hepatocytes, cell viability was measured with a
CCK-8 assay. Treatment of sheep hepatocytes with H,O, at concentrations ranging from
200 to 800 umol/L for 6 h led to a significant decrease in cell viability in a dose-dependent
manner (Figure 1). Although H,O; significantly reduced cell viability, a pretreatment with
50, 100, and 200 pmol/L VE effectively counterbalanced the negative effects of H,O, and
was able to prevent the decreases in cell viability caused by H,O, (Figure 2). These results
indicate that a prior treatment with VE protects primary cultured sheep hepatocytes from
H>0Os-induced cell death.

2.2. VE Ameliorates HyO,-Induced Oxidative Stress in Primary Sheep Hepatocytes

Compared with the control group, the addition of HyO; to the culture medium
significantly increased intracellular ROS levels in primary sheep hepatocytes cultured
in vitro (Figure 3). However, this effect was significantly attenuated by a pretreatment
with vitamin E, (50, 100, 200 pmol/L), or 1000 umol/L N-Acetylcysteine (NAC, a known
ROS scavenger, used as a positive control). Among the three vitamin E concentrations,
100 pmol/L vitamin E was most effective in reducing intracellular ROS levels.
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Figure 1. Hepatocytes’ survival rate detected by CCK-8 kit after being treated with 0, 200, 400,
600, and 800 uM H,O,. One-way ANOVA with Tukey’s test was applied. Data are expressed as
mean + SD; different letters indicate significant differences (p < 0.05).
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Figure 2. Hepatocytes’ survival rate detected by CCK-8 kit after being treated with 400 uM H,O,,
with or without pretreatment of various concentrations of vitamin E(VE). One-way ANOVA with
Tukey’s test was applied. Data are expressed as mean + SD; the symbol * means p < 0.05, and
**means p < 0.01.
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Figure 3. Hepatocytes’ survival rate detected by DCF-DA assay after being treated with 400 uM
H,0,, with or without pretreatment of various concentrations of vitamin E or NAC. NAC was
used as a positive control. One-way ANOVA with Tukey’s test was applied. Data are expressed as
mean =+ SD; the symbol * means p < 0.05, ** means p < 0.01, and *** means p < 0.001.
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2.3. Number of Genes and Differentially Expressed Genes

The fragments per kilobase of transcript per million mapped reads (FPKM) was used
to determine the expression level of each gene. Differentially expressed genes (DEGs)
were considered significant if the false discovery rate (FDR) was less than 0.05, and fold
change was no less than 2. The number of significant DEGs among the three groups is
shown in Figure 4. We identified 1087 significant DEGs between the C1 and C2 groups,
of which 809 were upregulated and 278 were downregulated. A total of 2038 DEGs were
identified between the C1 and T1 groups, and 1728 of these were upregulated and 310
were downregulated. Finally, a total of 2504 DEGs were identified between the C2 and T1
groups, 2055 of these were upregulated and 449 were downregulated.

upP

1728

449
278 310

I 1 1
C1-vs-C2 C1-vs-T1 C2-vs-T1

Figure 4. Number of significant DEGs among the three groups. The significant DEGs in the RNA-seq were identified
following the rules of a false discovery rate (FDR) of < 0.05. C1 means control group, C2 means H,O, treatment, and T1

means vitamin E and H,O, treatment.

2.4. GO Analysis of DEGs

All DEGs were annotated according to three GO terms: biological process (BP), cel-
lular component (CC), and molecular function (MF). A total of 494 significant enrich-
ments between the C1 and C2 groups were observed with a p adjust-value of < 0.05
(Supplementary File S1). The top 20 GO terms for DEGs between the C1 and C2 groups
are displayed in Figure 5. The data from the GO enrichment analysis indicated that the
DEGs were mainly involved in metabolic processes and regulation, including regulation of
macromolecule metabolic process, regulation of metabolic process, regulation of primary
metabolic process, regulation of cellular metabolic process, and regulation of nitrogen
compound metabolic process. Significant DEGs involved in these metabolic processes and
regulation above were as follows: NLR family pyrin domain containing 3 (NLRP3, upregu-
lated 12.15-fold), interleukin 1 beta (IL-1B, upregulated 2.41-fold), interleukin 1 receptor as-
sociated kinase 2 (IRAK2, upregulated 4.72-fold), caspase 8 (CASP8, upregulated 2.03-fold),
caspase 8 associated protein 2 (CASPSAP2, upregulated 3.47-fold), receptor-interacting
protein kinase 1 (RIPK1, upregulated 3.22-fold), toll like receptor 7 (TLR7, upregulated
5.50-fold), and prostaglandin-endoperoxide synthase 2 (PTGS2, upregulated 2.67-fold).
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Figure 5. Top20 GO terms for DEGs between the C1 and C2 groups.
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A total of 773 significant enrichments between the C1 and T1 groups were observed
with a p adjust-value of < 0.05 (Supplementary File S2). The top 20 GO terms for DEGs
between the C1 and T1 groups are shown in Figure 6. The GO analysis revealed that
the cellular component organization, biogenesis and localization, and positive regula-
tion of biological process were significantly enriched. Here, genes involved in processes
above such as Prostaglandin-endoperoxide synthase 2 (PTGS2, upregulated 3.10-fold) and
Transferrin receptor (TFRC, upregulated 7.96-fold) were worth mentioning. No significant
differences were found in the abundance of NLRP3, IL-1, IRAK2, CASP8, CASP8AP2,

RIPK1, and TLR?7.
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Figure 6. Top20 GO terms for DEGs between the C1 and T1 groups.
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2.5. KEGG Pathway Analysis of DEGs

The pathway annotation of DEGs was performed according to the KEGG database. All
enriched pathways of DEGs in the C1 and C2 groups are shown in Supplementary File S3.
The results demonstrated that there were 14 significantly enriched pathways with a
Q-value of < 0.05, which are shown in Figure 7. The enriched pathways of DEGs between
the C1 and T1 groups are shown in Supplementary File S4. There were 71 significantly
enriched pathways with a Q-value < 0.05 (top20 pathways in Figure 8). None of them
were closely related to cell death or cell mortality. The DEGs associated with cell death
pathway, mentioned in GO analysis, were involved in apoptosis (RIPK1, TLR7, CASP8, and
CASP8AP2), pyroptosis (NLRP3, IL-18, and IRAK?2), and ferroptosis (TFRC and PTGS?2).
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Figure 7. Top14 KEGG pathway analysis of DEGs between the C1 and C2 groups.

2.6. Validation of Genes by gRT-PCR

Nine DEGs were selected for further qRT-PCR analysis, including NLRP3, IL-18,
IRAK2, CASP8, CASP8AP2, RIPK1, TLR7, PTGS2, and TFRC (Figure 9). Compared with
C1 group, we found that the qRT-PCR results were consistent with the RNA-seq data.
Additionally, compared with H,O, treatment (C2), relative expression of RIPK1, TLR7,
CASP8, CASP8AP2, NLRP3, IL-18, and IRAK2 were down-regulated by pretreated vitamin

E in the T1 group.
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Figure 8. Top 20 KEGG pathway analysis of DEGs between the C1 and T1 groups.
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Figure 9. Relative expression of nine DEGs in the three groups. One-way ANOVA with Tukey’s test was applied. Data

are expressed as mean £ SD. The same letter means no significant difference (p > 0.05), while different letters mean
significant difference between groups (p < 0.05). C1 means control group, C2 means H,O; treatment and T1 means
vitamin E and H,O, treatment. RIPK1, Receptor-Interacting Protein Kinase 1; TLR7, Toll Like Receptor 7; CASPS, caspase 8;
CASP8AP?2, Caspase 8 Associated Protein 2; NLRP3, NLR family pyrin domain containing 3; TFRC, Transferrin Receptor; PTGS2,
Prostaglandin-Endoperoxide Synthase 2; IL-1B, Interleukin 1 Beta; IRAK2, Interleukin 1 Receptor Associated Kinase 2.

3. Discussion

When adequate redox homeostasis is compromised due to high amounts of ROS,
the cell undergoes cell death [13]. In the current study, the addition of 200-800 umol/L
hydrogen peroxide led to the death of a large number of hepatocytes, whereas a 100 and
200 umol/L vitamin E pretreatment could significantly improve cell survival (p < 0.05).
The result of the DCFDA /H2DCFDA assay showed that the intracellular ROS content
in the hydrogen-peroxide-treated group was significantly higher than that in the control,
while vitamin E effectively reduced the ROS content in the hydrogen-peroxide-treated cells,
especially at a concentration of 100 pmol/L (p < 0.01). Meanwhile, ROS content in 50 and
200 pmol/L vitamin E pretreated group was significantly lower than that in the control
(p < 0.05). Thanks to the difference in its significance, 100 umol/L vitamin E was chosen
for further experiments.

We found it in GO analysis that the DEGs were mainly involved in metabolic processes
and regulation, including the regulation of macromolecule metabolic process, regulation of
metabolic process, regulation of primary metabolic process, regulation of cellular metabolic
process, and regulation of nitrogen compound metabolic process. These DEGs were mainly
related to ferroptosis, apoptosis, and pyroptosis. Specifically, the RIPK1, TLR7, CASPS, and
CASP8AP2 genes are involved in apoptosis, TFRC and PTGS?2 are involved in ferroptosis,
while IL-18 and IRAK2 are known to be associated with pyroptosis. The abundance of
IL-1B, IRAK2, NLRP3, CASP8, CASP8AP2, RIPK1, and TLR7 mRNA increased significantly
in response to hydrogen peroxide (C1 group), while the increment was smaller in the T1
group, which had been pretreated with vitamin E, except for TFRC and PTGS2, which were
not downregulated by the vitamin E pretreatment. The results of qRT-PCR were consistent
with the RNA-seq data.

RIPK1 is a key mediator of cell death and inflammation. The activation of innate
immune receptors, such as TLR, can also lead to the activation of RIPK1, and studies have
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shown that these stimuli can induce necrotic apoptosis in vitro. Suppression of RIPK1
kinase in cells can directly promote RIPK1-dependent apoptosis (RDA) upon stimulation by
TNF-a [14-17]. Thus, the relative abundance of RIPK1 and TLR?7 transcripts from the present
study suggests that hydrogen-peroxide-induced cell death may be due to the increased
expression of RIPK1. The increased expression of TLR7 further promoted the expression of
RIPK1. Meanwhile, a vitamin E pretreatment effectively inhibited the expression of RIPK1
and TLR7, which ameliorated the oxidative damage induced by hydrogen peroxide in a
non-antioxidant manner.

Caspase-8 is the molecular switch for apoptosis, necroptosis, and pyroptosis. Extrinsic
apoptosis relies on the formation of a death-inducing signaling complex (DISC), which is
always composed of FADD and caspase-8. The binding of these two proteins will lead to
the onset of exogenous apoptosis [18]. CASP8AP2 can act as a downstream mediator for
CASP8-induced activation of NF-kappa-B, which is required for the activation of CASP8
in FAS-mediated apoptosis. Meanwhile, Caspase-8 is the initiator caspase of extrinsic
apoptosis [19] and inhibits necroptosis mediated by RIPK3 and MLKL [18]. Caspase-8 was
shown to cleave several proteins involved in the regulation of necroptosis, including RIPK1
and RIPK3. Four independent studies have now identified RIPK1 as a critical substrate
that is cleaved by caspase-8 to prevent excessive cell death and inflammation [20-23].
The embryonic lethality of RIPK1 D325A /D325A mice could not be rescued by RIPK3 or
MLKL deficiency but could be fully prevented by combined inhibition of FADD-caspase-
8-mediated apoptosis and RIPK3-MLKL-mediated necroptosis [20,23,24], showing that
caspase-8-dependent cleavage of RIPK1 prevents both apoptosis and necroptosis. When the
expression of CASP8AP2 and Caspase8 was dramatically suppressed, apoptosis of cardiac
stem cells was also inhibited [25]. In terms of cell viability, the increased expression of
CASP8 may lead to both positive and negative changes, but the final result may be to lower
cell viability. Thus, combining with the results of cell viability and mRNA abundances
of CASP8 and CASP8AP?2, it seems hydrogen peroxide stimulated the self-protection
mechanism in hepatocytes and promoted the expression of CASP§ and CASP8AP2, while
a pretreatment with vitamin E effectively protected the cells from hydrogen-peroxide-
induced apoptosis and eliminated the need for self-protection.

Pyroptosis is identified as inflammatory caspases (mainly caspase-1)-dependent pro-
grammed cell death, and is closely associated with the activation of the inflammasome [26].
A wide array of extracellular stimuli can drive pyroptosis. In the canonical model of
pyroptosis, inflammasome sensor proteins, such as NLRP3, recognize cellular stressors,
including those from bacteria, viruses, toxins, ATP, uric acid crystals, silica, and DAMPs.
These stressors activate NLRP3 indirectly through potassium efflux, which leads to NEK7
binding NLRP3 to trigger its oligomerization. NLRP3 subsequently activates caspase-1
via the adaptor protein caspase recruitment domain (ASC). Caspase-1 processes and ac-
tivates IL-13 and IL-18, and also cleaves GSDMD to release the membrane pore-forming
GSDMD-N domain. GSDMD-N pores promote the release of activated IL-13 and IL-18 [27].
IRAK?2 encodes the interleukin-1 receptor-associated kinase 2, one of two putative ser-
ine/threonine kinases that become associated with the interleukin-1 receptor (IL1R) upon
stimulation. IRAK?2 was reported to participate in the IL1-induced upregulation of NF-
Kb [19]. We found that compared to the control (C1) group, the relative abundance of
the NLRP3, IL-18, IRAK2 transcripts in the C2 group was 12.15, 2.41, 4.72-fold greater,
respectively, while no significant difference was detected in cells of the T1 group. However,
no significant difference was found in the expression of caspase-1 among the three groups.
Thus, hydrogen peroxide-induced cell death may be due to the increased expression of
NLRP3, TLR7, IL-1B, and IRAK2. The pretreatment with Vitamin E effectively inhibited the
expression of NLRP3, TLR7, IL-1B, and IRAK2, which ameliorated the oxidative damage
induced by hydrogen peroxide in a non-antioxidant manner.

Ferroptosis is a non-apoptotic regulated cell death that is dependent on iron and
ROS. 1t is believed to occur through the lethal accumulation of lipid-based ROS when
the glutathione (GSH)-dependent lipid peroxide repair systems are compromised [28,29].
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Ferroptosis is triggered when the endogenous antioxidant status of the cell is compromised,
leading to lipid ROS accumulation that is toxic and damaging to the membrane structure.
Yes-associated protein 1 (YAP1), the main effector of the Hippo signaling pathway, has
been reported to regulate the process of ferroptosis [30-32]. TERC is further identified as
the transcriptional target gene of YAP1 for the induction of ferroptosis [31,33]. Antago-
nizing this signaling axis allows the proto-oncogenic transcriptional co-activator YAP to
promote ferroptosis by upregulating several ferroptosis modulators, including ACSL4 and
TFRC [31]. Upregulation of PTGS2 mRNA was a key feature of ferroptosis [34]. When
PTGS2 in HT-22 and Neuro-2a cell lines was downregulated, ferroptotic cell death was
inhibited, too [35].

Vitamin E was shown to protect cells against ferroptotic death in vitro [36] and in vivo
in Gpx4~/~ knockout mice [37]. Moreover, vitamin E deficiency was linked to the prema-
ture development of neurodegeneration, which is associated with ferroptosis [37,38]. The
relative abundance of the PTGS2 transcripts in C2 was more significant than C1 group
(p < 0.05), which suggests that elevated expression of PTGS2 may be relevant in the process
of hydrogen peroxide-induced cell death. However, compared with C2 group, Vitamin E
pretreatment did not affect the expression of PTGS2 notably, but effectively increased the
expression of TFRC in the research. The possible reason may be that TFRC, as a vesicle
marker, participates in vitamin E transport in hepatocytes from endocytic vesicles around
the nucleus to cell membrane. The addition of vitamin E may have a positive effect on
upregulating its expression.

4. Materials and Methods
4.1. Materials

Liver tissue of Australian White sheep was purchased from Tianjin Aoqun Animal
Husbandry Pty. Ltd. (Tianjin, China). A Cell Counting Kit-8 (CCK-8) was purchased from
Dojindo Laboratories (CK04, DOJINDO, Kumamoto, Japan). Hydrogen peroxide (HyO»;
catalog # 323381), collagen (catalog # C7661), and type IV collagenase (catalog # C5138)
were obtained from Sigma-Aldrich, Inc (St. Louis, MO, USA). Reactive Oxygen Species
Assay Kit (DCFH-DA) was purchased from Beyotime Biotechnology (S0033S, Shanghai,
China). Williams” E medium, Glutamax, Pen Strep, and B27 were acquired from Thermo
Fisher Scientific (Waltham, MA, USA). Antibodies against Cytokeratin 18 (CK-18) were
obtained from Abcam (Cambridge, MA, USA). Goat anti-rabbit IgG (FITC conjugated)
antibody was supplied by Proteintech (Wuhan, China).

4.2. Isolation and Characterization of Primary Sheep Hepatocytes (PSH)

Hepatocytes were isolated from sheep liver tissue. A modified two-step collagenase
perfusion procedure was used to isolate primary hepatocytes from the tissue [39,40]. Briefly,
the liver tissue was perfused with PB (perfusion buffer: 20 mmol/L Hepes, Pen Strep,
5.33 mmol/L KCl, 0.44 mmol/L KH,POy, 4.17 mmol /L NaHCO3, 137.93 mmol /L NaCl,
0.33 mmol/L NayHPOy, 5.56 mmol /L glucose) to remove residual blood cells, followed
by PBE (perfusion buffer plus 1.25 mmol/L EDTA) perfusion. The tissue was then per-
fused with PBC (perfusion buffer plus 1 mg/mL collagenase type IV, 5 mmol/L CaCly;
Gibco, USA). All buffer solutions were prewarmed to 37 °C prior to the isolation process.
The solution containing the mixed cells and debris was passed through a cell strainer
(pore size 40 um; Falcon, CA, USA). Subsequently, the filtrate was centrifuged at 50x g for
3 min at 4 °C, then washed three times with Williams” Medium E (Gibco), containing 10%
fetal bovine serum (FBS). The isolated hepatocytes were then seeded on cell culture plates
coated with collagen type I, at a density of 2.5 x 10°/cm? in culture medium (Williams’
medium E containing B27 (50 x ), Glutamax (100x), and Pen Strep (100x) for 24 h at 37 °C
in a humidified atmosphere (5% CO; in air). Images of the isolated PSH are shown in
Supplementary Figure S1.

Immunofluorescence was used to characterize the primary sheep hepatocytes. Briefly,
cells were fixed with 4% paraformaldehyde for 15 min, and permeabilized with 0.1%
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TritonX-100 for 10 min. After blocking of the non-specific binding sites with goat serum for
1 h, the cells were incubated overnight at 4 °C with diluted monoclonal mouse anti-CK-18
antibody, and then incubated with diluted FITC-conjugated goat anti-mouse IgG (Wuhan
Sanying, Wuhan, China) for 1 h. Cell nuclei were stained with DAPI (Solarbio, Beijing,
China) for 15 min. Images of cells were captured using a Nikon Eclipse Ts2 fluorescence
inverted microscope (Tokyo, Japan). Representative immunofluorescence images are shown
in Supplementary Figure S2.

4.3. Cell Viability Assay

For the assay, sheep primary hepatocytes were cultured in 96-well plates (Corning,
NY, USA) in six duplicates for each group. Cells in the control group received no specific
treatment. Cells in the H,O, group were treated with 200, 400, 600, or 800 pmol/L HyO,
and cultured at 37 °C for 6 h. For this purpose, 10 uL of CCK-8 solution were added to
each well followed by further incubation at 37 °C for 3 h. Absorbance was measured at
450 nm using a microplate reader (MK3, Thermo Fisher Scientific, WA, USA). The values
were converted from absolute counts to a percentage of the control. Finally, cells were
pre-incubated with 50, 100, 200, 400, 800 pmol/L vitamin E for 12 h and then washed with
PBS for 5 times before being treated with 400 pmol/L H,O, for 6 h. Cells in the control
group were treated with methyl sulfoxide, which was the solvent of vitamin E. Cell viability
was measured using a CCK-8 assay kit, too. All values are expressed as the mean =+ SD of
six replicates.

4.4. Detection of Intracellular ROS

The DCFDA /H2DCFDA cellular ROS assay kit (Abcam; Cambridge, MA, USA) was
used to assess intracellular ROS levels. Sheep primary hepatocytes cultured in 6-well plates
(Corning, NY, USA) were treated with 400 pmol/L HyO, with or without pre-incubation
with vitamin E (50, 100, 200 umol/L) or 1000 pmol/L N-Acetylcysteine (NAC, a known
ROS scavenger, used as a positive control) for 6 h. The cells were then placed in the dark
and incubated in the presence of 5 umol/L DCF-DA for 30 min at 37 °C. Next, the cells
were washed three times with phosphate-buffered saline (PBS) and measured at 535 nm
following excitation at 485 nm using Tecan Infinite M200 Pro (Life Technologies, Thermo
Fisher Scientific, Waltham, MA, USA).

4.5. Sample Preparation, RNA Extraction, Library Construction, and Sequencing

Sheep primary hepatocytes were cultured in 100 mm culture dishes (430167, Corning,
NY, USA) until confluence. Cells in the C1 group received no specific treatment. Then,
cells in the C2 group were treated with 400 umol/L H,O; for 6 h; while those in the T1
group were pre-incubated with 100 umol/L vitamin E for 12 h followed by a treatment
with 400 umol/L HyO; for 6 h. Each treatment was completed in triplicates. The sam-
ples were delivered to Gene Denovo Biotechnology Co. (Guangzhou, China) for RNA
extraction, library construction, and sequencing. Total RNA was isolated using the Trizol
reagent (Invitrogen, Waltham, MA, USA) according to the manufacturer’s instructions.
The concentration and purity of the extracted RNA was determined with a NanoDrop
2000 spectrophotometer and Qubit 2.0 Fluorometer (Thermo Fisher Scientific, Waltham,
MA, USA); the integrity of the RNA was evaluated using the Bioanalyzer 2100 system
(Agilent Technologies, Santa Clara, CA, USA). Oligo (dT) beads were used for mRNA
enrichment after total RNA extraction. The mRNA was then fragmented into pieces by
fragmentation buffer and reverse-transcribed into first-strand cDNA using random primers,
followed by second-strand cDNA synthesis by adding buffer, ANTP, DNA polymerase I,
and RNase H. The cDNA was ligated to Illumina sequencing adapters after purification
with the QiaQuick PCR extraction kit, end repair, and Poly(A) tail addition. The products
were separated by size using agarose gel electrophoresis, amplified by PCR, and finally
sequenced using Illumina HiSeqTM 4000 platform by Gene Denovo Biotechnology Co.
(Guangzhou, China).
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4.6. Quality Control and Alignment with a Reference Genome

First, raw reads were acquired from the sequencing platforms. This was followed
by filtering, as adapters and low-quality bases that influence the process of assembly and
analysis had to be removed. Ribosomal RNA (rRNA) was also removed by mapping
reads to an rRNA database using Bowtie2 [41] to ensure the quality for further analysis.
Clean reads of each sample were then aligned to the sheep reference genome (Oar_v4.0)
by Tophat2 (version 2.0.3.12) [42]. The data were mapped according to the following
principles: (a) maximum read mismatch is 2; (b) the distance between mate-pair reads is
50 bp; (c) the error of distance between mate-pair reads is +80 bp.

4.7. Transcript Assembly and Gene Abundance Quantification

The alignments were used for the reconstruction of transcripts by means of the Cuf-
flinks software package [43]. The program constructed faux reads based on the refer-
ence to remedy the influence of low-coverage sequencing. The reassembled fragments
were mapped with reference genes and the identical ones were removed. After this, the
Cuffmerge software was used to merge transcripts from each replica of one group into an
integrated set of transcripts. The transcripts from the various treatment groups were then
merged again into an integrated set of transcripts for further analysis.

Gene abundances were quantified by RSEM [44]. The level of gene expression was
normalized by the FPKM (fragments per kilobase of transcript per million mapped reads)
value. This calculation method can eliminate the effects of different gene lengths and
amounts of sequencing data, which assures that the gene expression obtained can be
immediately used for the analysis of differentially expressed genes (DEGs) among the
samples. Raw RNA-seq data presented in this paper were submitted to the NCBI Short
Read Archive (accession number: PRINA738602).

4.8. Summary of the RNA-Seq Data

A total of 45836950, 36568200, 40,497,724 raw reads for the C1 group (C1-1, C1-2, C1-3),
36680694, 73870504, 40,981,816 raw reads for the C2 group (C2-1, C2-2, C2-3), and 54986892,
41448910, 40,095,894 raw reads for the T1 group (T1-1, T1-2, T1-3) were obtained in this
study (Supplementary File S5).

4.9. Identification of DEGs

The DESeq2 package (http://www.rproject.org/, accessed on 30 June 2021) was
used to analyze differentially expressed genes (DEGs) among the treatment groups. The
significant DEGs were identified following the rule of a false discovery rate (FDR) of < 0.05.
Gene Ontology (GO) and pathway enrichment analyses were then applied to the DEGs.
First, all DEGs were aligned to GO terms in the Gene Ontology database (http://www.
geneontology.org/, accessed on 30 June 2021). Gene numbers were then calculated for
each term, and the significantly enriched terms were defined by the hypergeometric
test. A Q-value of 0.05 was considered as a threshold. Pathway enrichment analysis
was also performed based on the Kyoto Encyclopedia of Genes and Genomes (KEGG)
database (Minoru et al., 2007). The calculation method was the same as that in the GO
analysis. Those meeting the Q-value < 0.05 requirement were considered as significantly
enriched pathways.

4.10. Validation of RNA-Seq Data

Nine DEGs were selected for quantitative real-time polymerase chain reaction (QRT-PCR)
to validate the RNA-seq data. Three samples (each with four replicates) in each group
were used for qRT-PCR. Total RNA was extracted from all these samples using the Trizol
reagent. cDNA was then synthesized using a TRUEscript 1st Strand cDNA Synthesis Kit
(with gDNase) according to the manufacturer’s instructions (Aidlab Biotechnologies Co.,
Ltd., Xiamen, China). The house-keeping gene (3-actin was used as a reference. Primer
sequences for the selected genes are given in Table 1. The qRT-PCR was performed at 95
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°C for 15 min, followed by 40 cycles at 95 °C for 10 s and 60 °C for 30 s in an FQD-96A
real-time PCR system (BIOER, Hangzhou, China) using Sybr Green qPCR Mix (Aidlab
Biotechnologies Co., Ltd., Xiamen, China), and finished with the melting curve analysis.
Relative gene expressions were calculated by the 2~42Ct method.

Table 1. Details of primers used for qRT-PCR validation of RNA-seq.

Gene Primers Product Size (bp)
Boactin 5 CATCGTCCACCGCAAAT 3’ 17
5 GCCATGCCAATCTCATCTC 3/ 19
NLRDS 5 TGCAGCCTCACATCACA 3/ 17
5 ATCACCCAGGTCGTTGTT 3/ 18
L1p 5 CAGCCGTGCAGTCAGTAA 3/ 18
5 TGTGAGAGGAGGTGGAGAG 3/ 19
IRAK® 5 TCACCCATGTCCTGTCAA 3’ 18
5 TGCCCCACTCTGATGAA 3/ 17
CASPS 5 AGGCAATGGTTTCACAGG 3’ 18
5 TCCACCAGGCTTTTATGC 3/ 18
5 AAGAGGACGCATCTGAACA 3/ 19
CASPBAP2 5 TACTGAAAGCCTGGAGCAA 3/ 19
I 5 CCAGGGAGACAATGCTTCT 3/ 19
5 TGCAGCCTTAAACCCAGT 3/ 18
TERC 5 AGAGTTTCCTITCCGACACA 3/ 20
5 CAGCTCCCTGAATAGTCCAA 3/ 20
RIPKL 5 TCTCGGGTTGTGTGTTTCC 3/ 19
5 ACATGGCCGCTTTCCTT 3/ 17
LR 5 TCCATTTCCTTGCACACC 3/ 18
5 CCATCTTTGGGGCACAT 3/ 17

4.11. Statistical Analysis

Statistical analysis was performed by one-way ANOVA for comparing several groups
using a General Linear Model in SPSS version 22.0 (SPSS, IBM, Inc., Chicago, IL, USA).
All values were expressed as mean =+ standard deviation (SD). Statistical significance was
established at p < 0.05.

5. Conclusions

Oxidative stress induced by H,O, caused hepatocyte damage and led to cell death.
Vitamin E reduced intracellular ROS levels in the treated cells and decreased hepatocyte
mortality through the suppression of IL-183, IRAK2, and NLRP3, which were associated
with apoptosis, and CASP8, CASP8AP2, RIPK1, and TLR7, associated with pyroptosis.
Meanwhile, TFRC and PTGS2, associated with ferroptosis, were upregulated by vitamin E.

Supplementary Materials: The following are available online, Supplementary Figure S1: Image
of primary sheep hepatocytes (24h after separated), Supplementary Figure S2: Purity of primary
sheep hepatocytes detected by immunofluoresence, Supplementary File S1, Supplementary File S2,
Supplementary File S3, Supplementary File S4, Supplementary File S5.

Author Contributions: Conceptualization, H.L. (Hailing Luo) and L.J.; methodology, L.J.; validation,
LJ., Y.X. and Y.G,; formal analysis, B.W. (Bo Wang) and Y.Q.; data curation, S.L., H.L. (Heqiong Li)
and Z.L.; writing—original draft preparation, L.J.; writing—review and editing, H.L. (Hailing Luo)
and B.W. (Bing Wang). All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by grants from the National Natural Science Foundation of
China (grant number: 31872990).



Molecules 2021, 26, 4520 15 of 16

Institutional Review Board Statement: The study was conducted according to the guidelines of the
Declaration of Helsinki, and approved by the Institutional Animal Care and Use Committee of the
China Agricultural University (Permit number: AW20701202-2-1) and in accordance with the Animal
Ethics Committee of Beijing, PR. China.

Informed Consent Statement: Not applicable.

Data Availability Statement: Raw RNA-seq data presented in this paper were submitted to the
NCBI Short Read Ar-chive (accession number: PRINA738602).

Acknowledgments: A special thanks is due to the National Natural Science Foundation of China
(No. 31472119) for the financial support. We thank the staff in Gene Denovo Biotechnology Co.
(Guangzhou, China) for sequencing. We thank Tianjin Aoqun Animal Husbandry Pty. Ltd. for kindly
providing sheep liver tissue.

Conflicts of Interest: The authors declare no competing interests.

Sample Availability: Not available.

References

1. Evans, H.M,; Bishop, K.S. On the Existence of a Hitherto Unrecognized Dietary Factor Essential for Reproduction. Science 1922,
56, 650-651. [CrossRef]

2. Rotzoll, D.E,; Scherling, R.; Etzl, R.; Stepan, H.; Horn, L.C.; Poschl, ]. M. Immunohistochemical localization of alpha-tocopherol
transfer protein and lipoperoxidation products in human first-trimester and term placenta. Eur. J. Obstet. Gynecol. Reprod. Biol.
2008, 140, 183-191. [CrossRef]

3. Colombo, M.L. An update on vitamin E, tocopherol and tocotrienol-perspectives. Molecules 2010, 15, 2103-2113. [CrossRef]

4. Agarwal, A.; Nallella, K.P,; Allamaneni, S.S.; Said, T.M. Role of antioxidants in treatment of male infertility: An overview of the
literature. Reprod. Biomed. Online 2004, 8, 616-627. [CrossRef]

5. Xu, C; Zuo, Z,; Liu, K;; Jia, H.; Zhang, Y.; Luo, H. Transcriptome analysis of the Tan sheep testes: Differential expression
of antioxidant enzyme-related genes and proteins in response to dietary vitamin E supplementation. Gene 2016, 579, 47-51.
[CrossRef] [PubMed]

6. Zuo,Z.Y;Luo, HL,; Liu, K; Jia, HN.; Zhang, YYW,; Jiao, L.].; Chang, Y.F. Dietary vitamin E affects alpha-TTP mRNA levels in
different tissues of the Tan sheep. Gene 2014, 541, 1-7. [CrossRef] [PubMed]

7. Qu,Y.H,;Fu,]J.C; Liu, K, Zuo, Z.Y;; Jia, HN.; Ma, Y.; Luo, H.L. Screening of alpha-Tocopherol Transfer Protein Sensitive Genes in
Human Hepatoma Cells (HepG2). Int. ]. Mol. Sci. 2016, 17, 1016. [CrossRef]

8. Gao, Y; Jian, L.; Lu, W,; Xue, Y.; Luo, H. Vitamin E can promote spermatogenesis by regulating the expression of proteins
associated with the plasma membranes and protamine biosynthesis. Gene 2021, 773, 145364. [CrossRef]

9. Head, B.; Ramsey, S.A.; Kioussi, C.; Tanguay, R.L.; Traber, M.G. Vitamin E Deficiency Disrupts Gene Expression Networks during
Zebrafish Development. Nutrients 2021, 13, 468. [CrossRef] [PubMed]

10. Baquerre, C.; Montillet, G.; Pain, B. Liver organoids in domestic animals: An expected promise for metabolic studies. Vet. Res.
2021, 52, 47. [CrossRef] [PubMed]

11. Miller, I.P; Pavlovic, I; Poljsak, B.; Suput, D.; Milisav, I. Beneficial Role of ROS in Cell Survival: Moderate Increases in
H,0, Production Induced by Hepatocyte Isolation Mediate Stress Adaptation and Enhanced Survival. Antioxidants 2019, 8,
434. [CrossRef]

12.  Mirzaei Khorramabadi, K.; Reza Talebi, A.; Abbasi Sarcheshmeh, A.; Mirjalili, A. Protective effect of vitamin E on oxidative stress
and sperm apoptosis in diabetic Mice. Int. J. Reprod. Biomed. 2019, 17, 127. [CrossRef] [PubMed]

13. Florean, C.; Song, S.; Dicato, M.; Diederich, M. Redox biology of regulated cell death in cancer: A focus on necroptosis and
ferroptosis. Free Radic. Biol. Med. 2019, 134, 177-189. [CrossRef] [PubMed]

14. Xu,SS.; Gao, L.; Xie, X.L.; Ren, Y.L.; Shen, Z.Q.; Wang, E; Shen, M.; Eyporsdottir, E.; Hallsson, ].H.; Kiseleva, T.; et al. Genome-
Wide Association Analyses Highlight the Potential for Different Genetic Mechanisms for Litter Size Among Sheep Breeds. Front.
Genet 2018, 9, 118. [CrossRef] [PubMed]

15. Geng, J.; Ito, Y.;; Shi, L.; Amin, P; Chu, J.; Ouchida, A.T.; Mookhtiar, A.K.; Zhao, H.; Xu, D.; Shan, B.; et al. Regulation
of RIPK1 activation by TAK1-mediated phosphorylation dictates apoptosis and necroptosis. Nat. Commun. 2017, 8, 359.
[CrossRef] [PubMed]

16. Mihaly, S.R.; Ninomiya-Tsuji, ].; Morioka, S. TAK1 control of cell death. Cell Death Differ. 2014, 21, 1667-1676. [CrossRef]

17.  Morioka, S.; Broglie, P.; Omori, E.; Ikeda, Y.; Takaesu, G.; Matsumoto, K.; Ninomiya-Tsuji, ]. TAK1 kinase switches cell fate from
apoptosis to necrosis following TNF stimulation. J. Cell Biol. 2014, 204, 607-623. [CrossRef] [PubMed]

18. Tummers, B.; Green, D.R. Caspase-8: Regulating life and death. Immunol. Rev. 2017, 277, 76-89. [CrossRef]

19. Muzio, M.; Chinnaiyan, A.M.; Kischkel, EC.; O’'Rourke, K.; Dixit, V.M. FLICE, a novel FADD-homologous ICE/CED-3-like

protease, is recruited to the CD95 (Fas/APO-1) death—inducing signaling complex. Cell 1996, 85, 817-827. [CrossRef]


http://doi.org/10.1126/science.56.1458.650
http://doi.org/10.1016/j.ejogrb.2008.03.013
http://doi.org/10.3390/molecules15042103
http://doi.org/10.1016/S1472-6483(10)61641-0
http://doi.org/10.1016/j.gene.2015.12.045
http://www.ncbi.nlm.nih.gov/pubmed/26723511
http://doi.org/10.1016/j.gene.2014.03.014
http://www.ncbi.nlm.nih.gov/pubmed/24630963
http://doi.org/10.3390/ijms17071016
http://doi.org/10.1016/j.gene.2020.145364
http://doi.org/10.3390/nu13020468
http://www.ncbi.nlm.nih.gov/pubmed/33573233
http://doi.org/10.1186/s13567-021-00916-y
http://www.ncbi.nlm.nih.gov/pubmed/33736676
http://doi.org/10.3390/antiox8100434
http://doi.org/10.18502/ijrm.v17i2.3990
http://www.ncbi.nlm.nih.gov/pubmed/31435589
http://doi.org/10.1016/j.freeradbiomed.2019.01.008
http://www.ncbi.nlm.nih.gov/pubmed/30639617
http://doi.org/10.3389/fgene.2018.00118
http://www.ncbi.nlm.nih.gov/pubmed/29692799
http://doi.org/10.1038/s41467-017-00406-w
http://www.ncbi.nlm.nih.gov/pubmed/28842570
http://doi.org/10.1038/cdd.2014.123
http://doi.org/10.1083/jcb.201305070
http://www.ncbi.nlm.nih.gov/pubmed/24535827
http://doi.org/10.1111/imr.12541
http://doi.org/10.1016/S0092-8674(00)81266-0

Molecules 2021, 26, 4520 16 of 16

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.
37.

38.
39.

40.

41.
42.

43.

44.

Zhang, X.; Dowling, ].P.; Zhang, J. RIPK1 can mediate apoptosis in addition to necroptosis during embryonic development. Cell
Death. Dis. 2019, 10, 245. [CrossRef]

Tao, P; Sun, J.; Wu, Z.; Wang, S.; Wang, J.; Li, W,; Pan, H.; Bai, R.; Zhang, J.; Wang, Y.; et al. A dominant autoinflammatory disease
caused by non-cleavable variants of RIPK1. Nature 2020, 577, 109-114. [CrossRef] [PubMed]

Newton, K.; Wickliffe, K.E.; Dugger, D.L.; Maltzman, A.; Roose-Girma, M.; Dohse, M.; Kémtives, L.; Webster, ].D.; Dixit, V.M.
Cleavage of RIPK1 by caspase-8 is crucial for limiting apoptosis and necroptosis. Nature 2019, 574, 428-431. [CrossRef] [PubMed]
Lalaoui, N.; Boyden, S.E.; Oda, H.; Wood, G.M.; Stone, D.L.; Chau, D,; Liu, L.; Stoffels, M.; Kratina, T.; Lawlor, K.E.; et al. Mutations
that prevent caspase cleavage of RIPK1 cause autoinflammatory disease. Nature 2020, 577, 103-108. [CrossRef] [PubMed]
Newton, K.; Dugger, D.L.; Maltzman, A.; Greve, ] M.; Hedehus, M.; Martin-Mcnulty, B.; Carano, R.; Cao, T.C.; Bruggen, N.V,;
Bernstein, L. RIPK3 deficiency or catalytically inactive RIPK1 provides greater benefit than MLKL deficiency in mouse models of
inflammation and tissue injury. Cell Death Differ. 2016, 23, 1565-1576. [CrossRef] [PubMed]

Wang, B.; Gu, T.X,; Yu, EM.; Zhang, G.W.; Zhao, Y. Overexpression of miR-210 promotes the potential of cardiac stem cells against
hypoxia. Scand. Cardiovasc. J. 2018, 52, 367-371. [CrossRef]

Zeng, C.; Duan, F,; Hu, J.; Luo, B.; Huang, B.; Lou, X,; Sun, X,; Li, H.; Zhang, X.; Yin, S.; et al. NLRP3 inflammasome-mediated
pyroptosis contributes to the pathogenesis of non-ischemic dilated cardiomyopathy. Redox. Biol. 2020, 34, 101523. [CrossRef]
Frank, D.; Vince, J.E. Pyroptosis versus necroptosis: Similarities, differences, and crosstalk. Cell Death Differ. 2019,
26,99-114. [CrossRef]

Hirschhorn, T.; Stockwell, B.R. The development of the concept of ferroptosis. Free Radic. Biol. Med. 2019, 133, 130-143.
[CrossRef] [PubMed]

Stockwell, B.R.; Friedmann Angeli, J.P; Bayir, H.; Bush, A.L; Conrad, M.; Dixon, S.J.; Fulda, S.; Gascon, S.; Hatzios, S.K.;
Kagan, V.E,; et al. Ferroptosis: A Regulated Cell Death Nexus Linking Metabolism, Redox Biology, and Disease. Cell 2017,
171, 273-285. [CrossRef]

Fu, V.; Plouffe, S.W.; Guan, K.L. The Hippo pathway in organ development, homeostasis, and regeneration. Curr. Opin. Cell Biol.
2017, 49, 99-107. [CrossRef]

Wu, J.; Minikes, A.M.; Gao, M.; Bian, H.; Li, Y.; Stockwell, B.R.; Chen, Z.N.; Jiang, X. Intercellular interaction dictates cancer cell
ferroptosis via NF2-YAP signalling. Nature 2019, 572, 402—406. [CrossRef]

Yang, W.H.; Ding, C.C.; Sun, T.; Rupprecht, G.; Lin, C.C.; Hsu, D.; Chi, ].T. The Hippo Pathway Effector TAZ Regulates Ferroptosis
in Renal Cell Carcinoma. Cell Rep. 2019, 28, 2501-2508. [CrossRef]

Dai, C.; Chen, X; Li, J.; Comish, P,; Kang, R.; Tang, D. Transcription factors in ferroptotic cell death. Cancer Gene Ther. 2020, 27,
645-656. [CrossRef]

Sampilvanjil, A.; Karasawa, T.; Yamada, N.; Komada, T.; Higashi, T.; Baatarjav, C.; Watanabe, S.; Kamata, R.; Ohno, N.;
Takahashi, M. Cigarette smoke extract induces ferroptosis in vascular smooth muscle cells. Am. |. Physiol. Heart Circ. Physiol.
2020, 318, 508-518. [CrossRef] [PubMed]

Xiao, X.; Jiang, Y.; Liang, W.; Wang, Y.; Cao, S.; Yan, H.; Gao, L.; Zhang, L. miR-212-5p attenuates ferroptotic neuronal death after
traumatic brain injury by targeting Ptgs2. Mol. Brain 2019, 12, 78. [CrossRef] [PubMed]

Agmon, E.; Stockwell, B.R. Lipid homeostasis and regulated cell death. Curr. Opin. Chem. Biol. 2017, 39, 83-89. [CrossRef]
Dalleau, S.; Baradat, M.; Gueraud, F.; Huc, L. Cell death and diseases related to oxidative stress: 4-hydroxynonenal (HNE) in the
balance. Cell Death Differ. 2013, 20, 1615-1630. [CrossRef] [PubMed]

Ulatowski, L.M.; Manor, D. Vitamin E and neurodegeneration. Neurobiol. Dis. 2015, 84, 78-83. [CrossRef]

Lee, S.M.; Schelcher, C.; Demmel, M.; Hauner, M.; Thasler, W.E. Isolation of human hepatocytes by a two-step collagenase
perfusion procedure. J. Vis. Exp. 2013, 50615. [CrossRef]

Xiang, C.; Du, Y,; Meng, G.; Soon Yi, L.; Sun, S.; Song, N.; Zhang, X.; Xiao, Y.; Wang, J.; Yi, Z.; et al. Long-term functional
maintenance of primary human hepatocytes in vitro. Science 2019, 364, 399-402. [CrossRef]

Langmead, B.; Salzberg, S.L. Fast gapped-read alignment with Bowtie 2. Nat Methods. 2012, 9, 357-359. [CrossRef] [PubMed]
Kim, D,; Pertea, G.; Trapnell, C.; Pimentel, H.; Kelley, R.; Salzberg, S.L. TopHat2: Accurate alignment of transcriptomes in the
presence of insertions, deletions and gene fusions. Genome Biol. 2013, 14, R36. [CrossRef]

Trapnell, C.; Roberts, A.; Goff, L.; Pertea, G.; Kim, D.; Kelley, D.R.; Pimentel, H.; Salzberg, S.L.; Rinn, J.L.; Pachter, L. Differential
gene and transcript expression analysis of RNA-seq experiments with TopHat and Cufflinks. Nat. Protoc. 2012, 7, 562-578.
[CrossRef] [PubMed]

Li, B.; Dewey, C.N. RSEM: Accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC
Bioinform. 2011, 12, 323. [CrossRef] [PubMed]


http://doi.org/10.1038/s41419-019-1490-8
http://doi.org/10.1038/s41586-019-1830-y
http://www.ncbi.nlm.nih.gov/pubmed/31827280
http://doi.org/10.1038/s41586-019-1548-x
http://www.ncbi.nlm.nih.gov/pubmed/31511692
http://doi.org/10.1038/s41586-019-1828-5
http://www.ncbi.nlm.nih.gov/pubmed/31827281
http://doi.org/10.1038/cdd.2016.46
http://www.ncbi.nlm.nih.gov/pubmed/27177019
http://doi.org/10.1080/14017431.2019.1567932
http://doi.org/10.1016/j.redox.2020.101523
http://doi.org/10.1038/s41418-018-0212-6
http://doi.org/10.1016/j.freeradbiomed.2018.09.043
http://www.ncbi.nlm.nih.gov/pubmed/30268886
http://doi.org/10.1016/j.cell.2017.09.021
http://doi.org/10.1016/j.ceb.2017.12.012
http://doi.org/10.1038/s41586-019-1426-6
http://doi.org/10.1016/j.celrep.2019.07.107
http://doi.org/10.1038/s41417-020-0170-2
http://doi.org/10.1152/ajpheart.00559.2019
http://www.ncbi.nlm.nih.gov/pubmed/31975626
http://doi.org/10.1186/s13041-019-0501-0
http://www.ncbi.nlm.nih.gov/pubmed/31533781
http://doi.org/10.1016/j.cbpa.2017.06.002
http://doi.org/10.1038/cdd.2013.138
http://www.ncbi.nlm.nih.gov/pubmed/24096871
http://doi.org/10.1016/j.nbd.2015.04.002
http://doi.org/10.3791/50615
http://doi.org/10.1126/science.aau7307
http://doi.org/10.1038/nmeth.1923
http://www.ncbi.nlm.nih.gov/pubmed/22388286
http://doi.org/10.1186/gb-2013-14-4-r36
http://doi.org/10.1038/nprot.2012.016
http://www.ncbi.nlm.nih.gov/pubmed/22383036
http://doi.org/10.1186/1471-2105-12-323
http://www.ncbi.nlm.nih.gov/pubmed/21816040

	Introduction 
	Results 
	Vitamin E Inhibits H2O2-Induced Cell Death in Primary Sheep Hepatocytes 
	VE Ameliorates H2O2-Induced Oxidative Stress in Primary Sheep Hepatocytes 
	Number of Genes and Differentially Expressed Genes 
	GO Analysis of DEGs 
	KEGG Pathway Analysis of DEGs 
	Validation of Genes by qRT-PCR 

	Discussion 
	Materials and Methods 
	Materials 
	Isolation and Characterization of Primary Sheep Hepatocytes (PSH) 
	Cell Viability Assay 
	Detection of Intracellular ROS 
	Sample Preparation, RNA Extraction, Library Construction, and Sequencing 
	Quality Control and Alignment with a Reference Genome 
	Transcript Assembly and Gene Abundance Quantification 
	Summary of the RNA-Seq Data 
	Identification of DEGs 
	Validation of RNA-Seq Data 
	Statistical Analysis 

	Conclusions 
	References

